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There are many web-based genome browsers available for researchers interested in human polymorphisms, each with their ACILITY

own unique graphical interface and source for the annotation data. It 1s typically dithicult for researchers, and the public at

If the bottom of the display is cut off, click here to expand. *

D >4 t.:s‘lr%:'ﬂ‘\l large, to use these browsers due to the complexity of the data and the limitations of current visualization techniques. A new
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2 < 0 W28 [shic: genome browser has been developed by the Core Genotyping Facility (CGF) at the National Cancer Institute for viewing public annotations together
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VW11 aow with polymorphisms validated by the CGF. Users can graphically view human variation in genomic and proteomic contexts along with
population-specific information, enabling them to make informative decisions based on the polymorphisms that are present in a given population. The
Chr2o: 18299863 - 18335084 current gene database for this browser maintains annotations from many public sources such as NCBI and combines validated internal information on existing and
new variations from the CGF. This browser is an integral part of the CGF’s pipeline for automating assay design and validation of variations related
cesEssass m=cmeos = to cancer studies. Ongoing development includes visual analysis from genotype data and additional information from other public resources.
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— The mission of the NCI-CGF is to provide quality high-throughput candidate gene SINP genotyping to NCI
ATGTGGACACACTGGACATGGTCTTCCTCGACCACTGGAAGGACCGGTACCTGCCGGACA conc “SI““ investigators for molecular epidemiological studies in cancer. Genewindow was developed in response to a need for a
T Al tool for use within the complicated workflow of the NCI-CGF. Faced with the need for a central mechanism to view
and catalog thousands of SNPs within hundreds of genes, and to track all of the critical associated annotations, we developed Genewindow as an in-house
hrLeuLeuLeuGlul solution. Within our laboratory, it is used not only as a tool for viewing SINPs at genes of interest, it has also been implemented to communicate with our
| Laboratory Information Management System (LLIMS). Recognizing its usefulness and potential for application and/or implementation in other
COCTTCTCTTGGAGGTGAGCCCCAACCAGGATGGCATCCGTGCCAGCTOCTECCCAGABS laboratories, we announce it as a publicly available resource (http://genewindow.nci.nih.gov/). Genewindow is a unique tool that may be used by outside
™ investigators in two key ways. First, it 1s an easy-to-navigate web-based tool that displays genomic annotations in a gene-centric fashion that may
enhance decision making for the study of variations at candidate genes. Though there are many other free tools available, Genewindow’s simple and
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ic| easy-to-navigate interface is attractive to geneticists as well as non-geneticist users. Secondly, Genewindow will also be soon available to the open source
9 community for implementation in other government and academic laboratories.
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